SEQUENCE LISTING 



<1.10> Consortium flier elektrochemische Industrie GmbH 

<120>Cells Overexpressing Lipoyl-Protein Ligase-B Gene For Fermentative Production of R- 
Alpha-Liponic Acid., 
<130> Col0219 

<140> 
<141> 

<160>4 

<170> Patentln Ver. 2.0 

<210> 1 

<21 1> 679 

<212> DNA 

<213> Escherichia coli 

<220> 

<221> CDS 

<222>(16)..(654) 

<300> 

<301>Reed, Kelynne E. 

Cronan Jr., John E. 
<302> Lipoic Acid Metabolism in Escherichia coli: Sequencing 

and Functional Characterization of the lipA and lipB 

Genes 
<303> J. Bacteriol. 
<304> 175 
<305> 5 

<306> 1325-1336 
<307> 1993 

<400> 1 

cacggagatg cccat atg tat cag gat aaa art ctt gtc cgc cag etc ggt 51 
Met Tyr Gin Asp Lys lie Leu Val Arg Gin Leu Gly 
1 5 10 

ctt cag cct tac gag cca ate tec cag get atg cat gaa ttc acc gat 99 
Leu Gin Pro Tyr Glu Pro He Ser Gin Ala Met His Glu Phe Thr Asp 
15 20 25 



acc cgc gat gat agt acc ctt gat gaa ate tgg ctg gtc gag cac tat 147 
Thr Arg Asp Asp Ser Thr Leu Asp Glu He Trp Leu Val Glu His Tyr 
30 35 40 

ccg gta ttc acc caa ggt cag gca gga aaa gcg gag cac att tta atg 1 95 
Pro Val Phe Thr Gin Gly Gin Ala Gly Lys Ala Glu His He Leu Met 
45 50 55 60 

ccg ggt gat att ccg gtg ate cag age gat cgc ggt ggg cag gtg act 243 
Pro Gly Asp He Pro Val He Gin Ser Asp Arg Gly Gly Gin Val Thr 
65 70 75 

tat cac ggg ccg ggg caa cag gtg atg tat gtg ttg ctt aac ctg aaa 291 
Tyr His Gly Pro Gly Gin Gin Val Met Tyr Val Leu Leu Asn Leu Lys 
80 85 90 

cgc cgt aaa etc ggt gtg cgt gaa ctg gtg acc ttg ctt gag caa aca 339 
Arg Arg Lys Leu Gly Val Arg Glu Leu Val Thr Leu Leu Glu Gin Thr 
95 100 105 

gtg gtg aat acc ctg get gaa ctg ggt ata gaa gcg cat cct egg get 387 
Val Val Asn Thr Leu Ala Glu Leu Gly He Glu Ala His Pro Arg Ala 
110 115 120 

gac gcg cca ggt gtc tat gtt ggg gaa aag aaa att tgc tea ctg ggt 435 
Asp Ala Pro Gly Val Tyr Val Gly Glu Lys Lys He Cys Ser Leu Gly 
125 130 135 140 

tta cgt att cga cgc ggt tgt tea ttc cac ggt ctg gca tta aac gtc 483 
Leu Arg He Arg Arg Gly Cys Ser Phe His Gly Leu Ala Leu Asn Val 
145 150 155 

aat atg gat ctt tea cca ttt tta cgt att aat cct tgt ggg tat gee 53 1 
Asn Met Asp Leu Ser Pro Phe Leu Arg He Asn Pro Cys Gly Tyr Ala 
160 165 170 

gga atg gaa atg get aaa ata tea caa tgg aaa ccc gaa gcg acg act 579 
Gly Met Glu Met Ala Lys He Ser Gin Trp Lys Pro Glu Ala Thr Thr 
175 180. 185 

aat aat att get cca cgt tta ctg gaa aat att tta gcg eta eta aac 627 
Asn Asn He Ala Pro Arg Leu Leu Glu Asn He Leu Ala Leu Leu Asn 
190 195 " 200 



aat ccg gac ttc gaa tat att acc get taattccata catcaatggc ccaat 679 



Asn Pro Asp Phe Glu Tyr He Thr Ala 
205 210 



<210>2 

<211>213 

<212> PRT 

<213> Escherichia coli 

<400> 2 

Met Tyr Gin Asp Lys He Leu Val Arg Gin Leu Gly Leu Gin Pro Tyr 
15 10 15 

Glu Pro He Ser Gin Ala Met His Glu Phe Thr Asp Thr Arg Asp Asp 
20 25 30 

Ser Thr Leu Asp Glu He Trp Leu Val Glu His Tyr Pro Val Phe Thr 
35 40 45 

Gin Gly Gin Ala Gly Lys Ala Glu His He Leu Met Pro Gly Asp He 
50 55 60 

Pro Val He Gin Ser Asp Arg Gly Gly Gin Val Thr Tyr His Gly Pro 
65 70 75 80 

Gly Gin Gin Val Met Tyr Val Leu Leu Asn Leu Lys Arg Arg Lys Leu 
85 90 95 

Gly Val Arg Glu Leu Val Thr Leu Leu Glu Gin Thr Val Val Asn Thr 
100 105 110 

Leu Ala Glu Leu Gly He Glu Ala His Pro Arg Ala Asp Ala Pro Gly 
115 120 125 

Val Tyr Val Gly Glu Lys Lys He Cys Ser Leu Gly Leu Arg He Arg 
130 135 140 

Arg Gly Cys Ser Phe His Gly Leu Ala Leu Asn Val Asn Met Asp Leu 
145 150 155 160 

Ser Pro Phe Leu Arg lie Asn Pro Cys Gly Tyr Ala Gly Met Glu Met 
165 170 175 

Ala Lys lie Ser Gin Trp Lys Pro Glu Ala Thr Thr Asn Asn He Ala 
180 185 190 



Pro Arg Leu Leu Glu Asn He Leu Ala Leu Leu Asn Asn Pro Asp Phe 
195 200 205 



Glu Tyr He Thr Ala 
210 



<210>3 
<211>34 
<212> DNA 

<2 1 3> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide 
lipB-fwd 

<400> 3 

cacggagatg cccatatgta tcaggataaa attc 34 



<210>4 
<211>30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide 
lipB-rev 



<400> 4 

attgggccat tgatgtatgg aattaagcgg 



30 



